Caprine herpesvirus 1 (CapHV-1) DNA was examined by electron microscopy, restriction site mapping and homology studies with bovine herpesvirus 1 (BHV-1) DNA. Although the restriction site maps differed significantly, we showed that the genome structures of CapHV-I and BHV-1 were identical and that the DNAs shared a high degree of base sequence homology.
Cross-hybridization experiments between the DNAs of CapHV-1 and BHV-1 were performed by hybridizing 3zp-labelled, cloned HindlII or EcoRI-HindlII fragments of BHV-1 strain K22 with nitrocellulose-bound BamHI and BstEII fragments of the CapHV-1 DNAs. Hybridization conditions have been described previously . Since no published information exists about the infectivity of BHV-1 and CapHV-1 D NAs, transfection experiments were conducted according to the method described by Van der Eb & Graham (1980) . Fig. 1 shows a sketch of the restriction patterns of the DNAs under study as revealed by digestion with the endonucleases EcoRI, HindIII, BamHI and BstEII. The total rnol.wt, of the DNAs, as calculated by summation of the mol.wt, of single fragments, deriving from digestions with various endonucleases averaged 90-6 x 106 [137-3 kilobase pairs (kbp)] for CapHV-1 strain E/CH, 90.3 x 106 (136-8 kbp) for CapHV-1 strain McK/US and 92.3 x 106 (139-9 kbp) for BHV-1 strain K22. Minor differences in the restriction patterns between the two CapHV-1 DNAs were found. Four half-molar fragments were observed in the BamHI restriction pattern of strain E/CH indicating the existence of inverted repeat sequences. Electron microscopy of annealed single strands demonstrated the presence of a single set of inverted repeats, 11.0 + 0.3 kbp long, flanking a short unique sequence (Us), 10-5 + 0-4 kbp long. The results are consistent with those found for B HV-1 DNA. The length of the repeat sequences of the CapHV-1 DNAs is smaller than that of BHV-1 strain K22 DNA (12.15 + 0-55 kbp), but not significantly different from average lengths measured for BHV-1 DNAs . The value measured for the length of Us of CapHV-1 DNA is slightly smaller than that of the BHV-1 DNAs and also smaller than expected theoretically. This may be due to the higher flexibility of DNA single strands, which therefore render measurements more difficult and to the fact that theoretical calculations are based on rather few restriction sites. The overall contour length of BHV-1 DNAs exceeds that of CapHV-1 DNA by about 2.5 kbp (Engels et al., 1983) . The restriction site maps of the two CapHV-1 DNAs are depicted in Fig. 2 . There is only one EcoRI and one HindlII site on these DNAs. The BstEII and BamHI maps reveal that the strain differences found in the restriction patterns are due to the absence of a restriction site for each of these enzymes in strain McK/US. The missing BamHI site explains why half-molar fragments are not recovered from this strain.
In addition, restriction site mapping revealed the existence of four half-molar BstEII fragments for the DNA of both strains. Although no common restriction sites could be detected in CapHV-1 and BHV-1 DNA, complete cross-hybridization occurred when the two genomic Fig. 2 . Restriction site maps of CapHV-1 strains E/CH and McK/US. The first line denotes the subdivision of the genome in map units. The second line demonstrates the genome structure (UL, unique long; Us, unique short; IRs/TRs, internal and terminal repeat). The size of each fragment is indicated in kbp. The inversion of Us caused by the genome structure is presented as a second line at the right hand end of the BstEIl maps of each strain and the BamHI map of strain E/CH. Additional restriction sites in strain E/CH DNA are indicated by ADNAs were annealed even under stringent hybridization conditions (Fig. 3) . This could indicate that the genome differences are due to point mutations or short sequence alterations. Thus the results concerning the degree of base sequence homology have to be interpreted cautiously, since more efficient experiments with more modification of the conditions will be necessary. Finally, as expected, the infectivity of CapHV-1 and BHV-I DNAs could be confirmed. The results presented allow an insight into the genomic relationship between the caprine and bovine herpesviruses which are closely related and which may have originated from a common ancestor in the course of evolution.
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